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Viral Genome ComparisonsViral Genome Comparisons

Virus Orthologous clusters (VOCs)Virus Orthologous clusters (VOCs)

JDotterJDotter

Viral Genome Organizer  (VGO)Viral Genome Organizer  (VGO)

BaseBase--ByBy--BaseBase

DNA DNA GrapherGrapher



DatabaseDatabase

Viral genomes, genes, proteins, annotationsViral genomes, genes, proteins, annotations

Grouped into families of orthologsGrouped into families of orthologs

Resource for all other softwareResource for all other software

1st step in work1st step in work--flowflow









�Viral Orthologous Clusters (VOCS) V2.0Snapz028.pdf



















Java front end to DotterJava front end to Dotter
Sonnhammer,E.LSonnhammer,E.L. and Durbin,R. (1995) A dot. and Durbin,R. (1995) A dot--matrix program with dynamic threshold control suited for matrix program with dynamic threshold control suited for 

genomic DNA and protein sequence analysis. genomic DNA and protein sequence analysis. GeneGene, , 167167, GC1, GC1--GC10GC10

Platform independent  (clientPlatform independent  (client--server)server)

Preprocessed dotplotsPreprocessed dotplots

Local screen refreshingLocal screen refreshing

ZoomZoom--replottingreplotting performed on serverperformed on server

Displays gene annotations from Displays gene annotations from VOCsVOCs









Graphical genome viewerGraphical genome viewer

Multiple genomesMultiple genomes

Uses VOCs database to display orthologsUses VOCs database to display orthologs

Access to protein and DNA sequencesAccess to protein and DNA sequences

Displays results from other toolsDisplays results from other tools



OrthologOrtholog data from data from curatedcurated VOCsVOCs databasedatabase









Java MSA editorJava MSA editor

Genes, proteins, genomesGenes, proteins, genomes

Input from Input from ClustalClustal, , TcoffeeTcoffee, MUSCLE etc., MUSCLE etc.

Uses XML format for annotations and commentsUses XML format for annotations and comments

Displays differences between sequencesDisplays differences between sequences

Finds all differences between genomesFinds all differences between genomes

Uses annotations from Uses annotations from GenBank/VOCsGenBank/VOCs

Lists Lists diffsdiffs for each gene and 5for each gene and 5’’ regionregion





















GenAlignRefineGenAlignRefine

Refinement of multiple wholeRefinement of multiple whole--genome alignmentsgenome alignments
An initial alignment is generated with existing toolsAn initial alignment is generated with existing tools

MultiMulti--LAGANLAGAN
CHAOS/DIALIGNCHAOS/DIALIGN

Gapped (Gapped (““fuzzyfuzzy”” regions) of the alignment are identified regions) of the alignment are identified 
and refined (each to own compute node) to improve the and refined (each to own compute node) to improve the 
overall quality of the entire alignmentoverall quality of the entire alignment

Utilizes a genetic algorithmUtilizes a genetic algorithm




	Viral Genome Comparisons
	GenAlignRefine

